Key indicators: single-crystal X-ray study; T = 294 K; mean (C-C) = 0.003 Å; R factor = 0.029; wR factor = 0.071; data-to-parameter ratio = 13.6.
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). There has been steady growth of interest in the synthesis, structure, and reactivity of Schiff bases due to their potentially biological activities such as protein and enzyme mimics (Santos et al., 2001) . Among the large number of compounds, 4-amino-1,5-dimethyl-2-phenylpyrazol-3-one forms a variety of Schiff bases with aldehydes, and the synthesis and crystal structures of some of them, such as (E)-5-(1,5-Dimethyl-3-oxo-2-phenyl-2,3-dihydro-1H-pyrazol-4-yliminomethyl)-2-methoxyphenyl benzenesulfonate (Chen & Yu, 2006) and (E)-4-((1,5-Dimethyl-3-oxo-2-phenyl-2,3-dihydro-1H-pyrazol-4-ylimino) methyl)phenyl 4-bromobenzenesulfonate (Han et al., 2008) have been reported.
D-HÁ
Structural information is useful when investigating the coordination properties of Schiff bases functioning as ligands.
We report here the synthesis and molecular structure of the title Schiff base compound, (I), (Fig. 1) In the title molecule ( Fig. 1) , bond lengths are within normal ranges (Allen et al., 1987) An intramolecular C14-H14···O5═C17 hydrogen bond is found in (I) (Table 1, Fig. 2 ), which helps to stabilize the conformation of the molecule. The crystal packing is stabilized by weak, non-classical intermolecular C9-Br1···O1═S1 interactions (the Br···O distance and the C-Br···O angle, 3.222 Å and 147.62 °) that form inversion related dimers.
Experimental
An anhydrous ethanol solution (50 ml) of 2-bromo-4-formyl-6-methoxyphenyl 4-methylbenzenesulfonate (3.85 g, 10 mmol) was added to an anhydrous ethanol solution (50 ml) of 4-amino-1,5-dimethyl-2-phenylpyrazol-3-one (2.03 g, 10 mmol) and the mixture stirred at 350 K for 3 h under N 2 , giving a yellow precipitate. The product was isolated, recrystallized from acetonitrile, and then dried in a vacuum to give pure compound (I) in 85% yield. Yellow single crystals of (I) suitable for X-ray analysis were obtained by slow evaporation of an acetonitrile solution.
Refinement
The H atoms were included in calculated positions and refined using a riding model approximation. Constrained C-H bond lengths and isotropic U parameters: 0.93 Å and U iso (H) = 1.2U eq (C) for Csp 
Figure 1
The structure of (I), with displacement ellipsoids for non-H atoms drawn at the 50% probability level. ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
